Background: The limited (2X) coverage of the tammar wallaby (Macropus eugenii) genome sequence dataset currently presents a challenge for assembly and anchoring onto chromosomes. To provide a framework for this assembly, it would be a great advantage to have a dense map of the tammar wallaby genome. However, only limited mapping data are available for this non-model species, comprising a physical map and a linkage map. Results: We combined all available tammar wallaby mapping data to create a tammar wallaby integrated map, using the Location DataBase (LDB) strategy. This first-generation integrated map combines all available information from the second-generation tammar wallaby linkage map with 148 loci, and extensive FISH mapping data for 492 loci, especially for genes likely to be located at the ends of wallaby chromosomes or at evolutionary breakpoints inferred from comparative information. For loci whose positions are only approximately known, their location in the integrated map was refined on the basis of comparative information from opossum (Monodelphis domestica) and human. Interpolation of segments from the opossum and human assemblies into the integrated map enabled the subsequent construction of a tammar wallaby first-generation virtual genome map, which comprises 14336 markers, including 13783 genes recruited from opossum and human assemblies. Both maps are freely available at
Background
Stimulated by the human genome project and the need to further understand species genome architecture, more divergent mammals are being sequenced [1] [2] [3] [4] [5] [6] [7] , providing more complete and detailed comparative genomic information, and contributing to our understanding of mammalian genome evolution.
Marsupials are a particularly interesting lineage of mammals, being only distantly related to eutherian (placental) mammals such as human and mouse. They have many major features common to all mammals, such as bearing fur and suckling young, but they show many unique characteristics in reproduction, lactation, sex determination and immunology [8] . Marsupials last shared a common ancestor with eutherians about 150 million years ago (mya) [9] , an evolutionary distance sufficient to exclude the conservation of most non-functional sequence, but not too wide to lose the conservation of most functional sequence [10] .
Two marsupial genomes have been sequenced to date, representing lineages of marsupials living in South America and Australia that diverged about 70 mya [11] . The Brazilian opossum (Monodelphis domestica) was sequenced with more than 7× coverage in 2007 [5] . The Australian model kangaroo, the tammar wallaby (Macropus eugenii), has recently been sequenced at about 2× coverage [12] . The first version (Meug_1.0) of the tammar wallaby assembly, released in December 2008, comprised relatively small contigs (N50 = 2.5 kb) and scaffolds (14.5 kb) , consistent with the relatively low coverage. In July 2009, Ensembl released its annotation of these segments [13] , but there remains insufficient genome structure information to enable any of these sequence segments to be assembled onto M. eugenii chromosomes.
The situation is comparable to that of genomes of other species sequenced at low coverage. Sequence (1.9×) of the domestic cat (Felis catus) [14] was assembled first by reconstituting cat contigs on the basis of their alignment with the dog assembly, then aligning these revised contigs with a cat radiation hybrid (RH) map. Although this approach was productive, it largely neglected other cat mapping resources such as the cat linkage map. The sheep genome, too, has been sequenced to approximately 2× coverage (primarily for SNP discovery) [15] . In this species, great use was made of sheep BAC-end sequences (BES), which were assembled in a consensus manner based on their alignments to cattle, human and dog sequence assemblies. A virtual sheep genome was then created by transferring relevant human assembly segments onto the consensus alignment of sheep BES [16] .
In a non-model, non-domestic species such as the tammar wallaby, there are insufficient BES available for the creation of a consensus alignment, and no closely related species with which to align. However, there are considerable gene mapping data available from long-running efforts to produce a linkage map and a FISH-based physical map of this species [17, 18] , although there is no RH map. We therefore used all the available tammar wallaby mapping data to create an integrated map, using the Location Database (LDB) tool.
LDB is a bioinformatics tool first created to integrate all available human maps into a single map before the human sequence assembly was available [19] . Inputs can include linkage maps (in cM), RH maps (in cR) and fluorescent in situ hybridisation (FISH) data (cytogenetic locations). The output is a single map comprising the loci from all of the input data. Each locus is allocated a cM, cR and cytological band location, even if it has actually been mapped using only one of these methods. Most importantly, the position of each locus on a chromosome in the genome of that species is estimated in kb, just as in an actual sequence assembly. This map-integration strategy has been shown to be very powerful and accurate, and has been applied to livestock species not then sequenced [20] .
For the tammar wallaby, there are cytogenetic and linkage-mapping resources that can be integrated to provide a framework for the genome assembly. A linkage map has been under construction for many years: the firstgeneration map was published in 2002, incorporating 64 loci on all autosomes and the X chromosome [17] . Since then, many loci have been added, creating a second-generation linkage map comprising 148 loci, with a total size of 1402.4 cM, and an average inter-locus distance of 10.9 cM (Wang et al., unpublished data). The chromosomes of the tammar wallaby have been thoroughly characterized [18] , and have been mapped by FISH using BACs containing functional loci with human orthologues. The strategy of screening for tammar orthologues of genes that flank regions with a conserved gene content in both humans and opossum (regions of conserved synteny) [21] has delivered the locations of 492 genes in the tammar wallaby, including nearly all the new loci in the second-generation linkage map [22] (Deakin et al., unpublished data). The initial focus in the present paper is therefore to integrate all available tammar wallaby mapping information to provide the "backbone" for a tammar map that is based only on tammar wallaby information.
The integration of these hard-won tammar wallaby resources produces a map that is valuable, but not sufficiently complete or high-resolution to be adequate for genome assembly, e.g. some of the FISH locations on small chromosome arms cannot be specified to a greater precision than a whole arm. Comparative mapping information can be utilised to refine the relatively crude FISH locations of some tammar wallaby genes. Thus, without compromising the "backbone" of the integrated map that is based on tammar wallaby linkage and cytogenetic maps, comparative information from the most closely related sequenced genome is used to fine-tune the location of genes in the integrated map for which only crude tammar locations are available. Finally, a tammar wallaby virtual genome map is created by assuming conservation of synteny in the intervals between genes in the integrated map, again using primarily information from the tammar wallaby's nearest sequenced evolutionary neighbour, opossum, and (where this information is insufficient) from human. Although this latter step provides only a null hypothesis of the actual order and relative location of genes not yet mapped in the tammar wallaby, in the absence of any more direct information, this strategy has produced a virtual map that can be used as the framework for the initial assembly of the tammar wallaby genome sequence.
The aims of this paper, therefore, are (a) to identify blocks of conserved synteny and hence evolutionary breakpoints in the tammar wallaby genome; (b) to create a first-generation integrated tammar wallaby map by combining all available tammar mapping information for genes that have been mapped in tammar wallaby, making use of orthologous marker locations in opossum and human to fine tune loci FISH-mapped in tammar wallaby with low resolution; and (c) to create a first-generation tammar wallaby virtual genome map by utilising comparative opossum and human mapping information, for genes that have not been mapped in tammar wallaby.
Results
The integrated and virtual maps of the tammar wallaby genome were created from the second-generation linkage map, comprising 148 loci [22] , together with FISH-mapping data for 492 loci (Deakin et al., unpublished data), using the strategy described by Liao et al [20] . Firstly, we estimated the physical size and linkage size of each tammar wallaby chromosome, and the total genome size. We then identified blocks of conserved synteny between tammar wallaby and opossum (or human when no clear conserved syntenic blocks between tammar wallaby and opossum could be observed), and identified breakpoints between them. Next we estimated the size of each chromosome arm, and estimated band locations in kb by linear interpolation. We then created files of FISH locations, linkage-map locations and breakpoints for each chromosome, and also an orthologue-location file for FISHmapped markers, all of which were used to create the integrated map. Finally, orthologue-location files were created for all the conserved syntenic blocks, and these were used to create the virtual genome map. Chromosome nomenclature follows the usual practice: HSA (human), MEU (tammar wallaby) and MDO (opossum).
Step 1: Estimation of Mb and cM size of each chromosome
The tammar wallaby genome consists of seven pairs of autosomes and one pair of sex chromosomes, X and Y. The physical size (in Mb) of each tammar wallaby chromosome was determined by direct comparison with the well established sizes of human chromosomes. The direct comparison was performed by bivariate flow karyotyping and the results are presented in Table 1 . Tammar wallaby chromosomes 1-6 are all larger than human chromosomes. For instance, MEU1 is about twice the size of HSA1. Notable is the size of MEUX of 150 Mb, which is a value between HSA8 and HSAX. Despite MEUX having a much smaller gene content than HSAX and being regarded as the ancestral therian X [21] , its DNA content is comparable with HSAX, due to the addition of repetitive sequences of this NOR-bearing chromosome. The estimated total linkage length for each chromosome, also shown in Table 1 , was estimated as its cM length in the second-generation linkage map, divided by the estimated proportion of chromosome covered by that linkage map (Wang et al. unpublished) .
Step 2: Estimation of genome size
The tammar wallaby genome size is estimated to be 2.457 Gb and 1698.10 cM determined by adding up the chromosome sizes given in Table 1 . This physical size is smaller than the human genome size of 3.08 Gb [23] .
Step 3: Identification of blocks of conserved synteny and evolutionary breakpoints between tammar wallaby, opossum and human For every gene FISH-mapped in the tammar wallaby, the location of its orthologue in the opossum and human genomes was determined. Blocks with conserved gene content were identified, as were genes that marked the end of each block and hence evolutionary breakpoints. Estimates were obtained of the size (in opossum or human in some cases) of each block of conserved synteny, and sizes of the blocks were summed over chromosomes and scaled to the estimated total size of the relevant tammar wallaby chromosome, creating a location (in kb) in tammar wallaby for each breakpoint. These blocks were defined to reflect the FISH-mapping results for all markers. Orientation of each block on the tammar wallaby chromosome was deduced from their FISH-mapping data wherever possible. Amongst the total of 84 conserved syntenic blocks, there were 23 with only one orthologous gene, 19 of which are on MEU3. When FISH data did not suggest a clear orientation of the block and for the one-probe blocks, the gene orders were retained the same as in the reference genome (opossum or human). With the one-probe blocks comprising only 8 Mb, compared with 58 Mb coverage of multigene blocks, this assumption concerning gene order was not critically important. A summary of the estimated breakpoints for all autosomes is presented in Table 2 . The X chromosome was excluded from this table because, even though all the loci FISH-mapped to MEUX are located on MDOX, there were no obvious regions of conserved synteny, so it was not possible to estimate the breakpoints. Figure 1 illustrates the blocks of conserved synteny, and the breakpoints, for a typical tammar wallaby chromosome, MEU5. Similar illustrations for each of the other tammar wallaby chromosomes are presented in Additional File 1, Figure S1 , Additional File 2, Figure S2 , Additional File 3, Figure S3 , Additional File 4, Figure S4 , Additional File 5, Figure S5 , and Additional File 6, Figure S6 .
As an example of the approach, MEU5 comprises nine blocks of conserved synteny, indicated as blocks A-I in Figure 1 , with their boundaries defined by eight breakpoints. Loci on the right-hand side of MEU5 are end markers for each conserved syntenic block, which were FISH-mapped in tammar wallaby. The last three blocks (G, H and I) have no clear opossum counterparts, but show marked conserved synteny with regions of HSA 11, 1 and 19, respectively. However, their FISH-mapping locations in tammar wallaby are too close to resolve, so we could not determine the orientation of these blocks in tammar wallaby. Different tammar wallaby chromosomes showed different degrees of evolutionary rearrangement, the number of blocks of conserved synteny ranging from 2 (MEU7) to 28 (MEU3), with an average of 12.
The only difficulty encountered in identifying blocks of conserved synteny in autosomes concerned the p arm of MEU2 (Additional File S2), for which only approximately 6 Mb (out of a total estimated length for 2p of 44 Mb) could be identified as being orthologous to human or opossum chromosomal segments (HSA11 or MDO5 and MDO8). Therefore, breakpoint analyses were not carried out on MEU2p.
Step 4: Estimation of centromere position and arm lengths
In all tammar wallaby chromosomes except MEU5, the FISH-mapping data from tammar wallaby indicated that the centromere was located between two blocks of conserved synteny. Thus it was placed at the breakpoint between those two blocks. For MEU5, the FISH-mapping data suggested the centromere is located within a conserved block, between markers EGFL6 and CTPS2. The location of this centromere was first estimated as the mid-point (in the opossum assembly) between these two markers. The distances between each of these markers and the two breakpoints defining this conserved block in opossum were then rescaled onto the tammar wallaby version of this conserved block, to provide an estimate of the location of this centromere in the tammar wallaby. The size of each arm of each autosome was then estimated in Mb from the chromosome sizes from Step 1 and the relative conserved syntenic block sizes on each side of a centromere. The arm sizes in cM were firstly calculated using the same p and q arm ratio as in Mb. Where necessary, they were then minimally adjusted to ensure that the centromere was located between two flanking markers, one of which had been FISH-mapped to the p arm and the other to the q arm. Table 3 shows the estimated size of each autosome arm. No orthologous regions were identified in the short arm of MEU2, so arm sizes in Mb and cM for MEU2 p and q were estimated from the arm ratio of 12:88 in the published tammar wallaby karyotype [17] . An arm file with the p and q arm Mb and cM lengths was then created for each chromosome.
Step 5: Estimation of the kb location of the beginning and end of each band in the idiogram
The proportional location of each border of each band was estimated from the standard idiogram [18] and translated into kb locations by linear interpolation within the total kb size of the relevant chromosome arm, as determined in step 4. A band file was created for each chromosome and, after an iterative curation process as described in the Methods section, the final band definitions was determined, as presented in Additional File 7, table S7.
Step 6: Creation of an input file from each source of mapping data Linkage map and FISH-map input files were created for each chromosome, as described in the Methods section. A FISH-orthologue file was created for each block of conserved synteny with either opossum (preferably) or human, to enable the fine-tuning of the location of FISH-mapped markers that would otherwise be located via the LDB process in the centre of their band(s). A breakpoints file was also created for each chromosome.
Step 7: Creation of an integrated map For each chromosome, the integration process was run using the LDB software [20] , with the integration order being FISH-map file, linkage-map file, breakpoints file and FISH-orthologue file(s), followed by manual curation of the band definitions by checking the discrepancies between the LDB predicted and the FISH-mapped band locations, as described in the Methods section, and running the integration process again until no further discrepancies existed. This produced an integrated map for each chromosome, combining all available FISHmapping and linkage-mapping data. For markers whose only tammar wallaby data comprised FISH locations, their predicted locations in the integrated map were fine-tuned by the comparative information contained in the FISH-orthologue files.
As an example, portions of the integrated map of MEU5 are shown in Table 4 . The map extends from the 5p telomere (5ptr) at 0 kb to the 5q telomere (5qtr) at 340000 kb. The 5qtr location corresponds to the size of chromosome 5 (Table 1) . Similarly, the predicted locations in the linkage map of MEU5 range from 0 cM to 232.68 cM, the latter location corresponding to the estimated cM length of MEU5 (Table 1) . Included in Table   Table 3 [22] . In total, there are 553 markers in the first-generation integrated map across all autosomes.
Step 8: Creation of a virtual genome map
Opossum and human orthologue files, containing opossum (wherever possible) or human orthologous locations for all mapped and unmapped genes in each conserved syntenic block, were constructed for each block of conserved synteny, as described in the Methods section. A virtual genome map for each chromosome was then constructed by incorporating the relevant orthologue files into the integrated map for that chromosome, using the same LDB software. The virtual genome map for a tammar wallaby chromosome therefore comprises all genes whose location on that chromosome is supported by available tammar wallaby and orthologous information, including the many genes that have not yet been mapped in this species. In this virtual genome map, three confidence levels are defined. The highest (confidence level 2) is assigned to loci that have been mapped (linkage and/or FISH) in the tammar wallaby. The middle level (confidence level 1) is applied to those loci not mapped in the tammar wallaby but which occur in a block of conserved synteny whose orientation in tammar wallaby can be deduced from FISH-mapping data. The lowest level (confidence level 0) is given to those loci, which are neither mapped in tammar wallaby, nor have any evidence from tammar wallaby supporting their order within their conserved syntenic blocks.
To illustrate this outcome, portions of the virtual genome map for MEU5 are presented in Table 5 . The total length of the chromosome is the same as in the integrated map, namely 340000 kb and 232.68 cM. It can be seen in Table 5 that two opossum markers (indicated by the prefix ENSMODG) have been interpolated between CXADR and SAMSN1. Similarly, 13 opossum markers have been interpolated between the centromere and CTPS2. These two sets of interpolated opossum markers have a confidence level of 1, indicating that although they have not been mapped in tammar wallaby, in each case their orientation could be deduced from the known orientation of the two flanking markers that are also in that group in the opossum assembly (CXADR and SAMSN1 for the first group, and cen and CTPS2 for the second group). Next, seventeen human markers (indicated by the prefix ENSG) have been interpolated between Breakpoint 7 and, DFFB and four human markers between LENG8 and qtr. These two sets of markers have a confidence level of 0, indicating that although they are predicted (from comparative mapping data) to be located between the relevant markers shown in bold, their orientation and order are not known with any certainty.
Across all autosomes, the virtual genome map comprises 14336 loci and has a size of 2457 Mb. Because of its size, the entire tammar wallaby virtual genome map could not be included in the Additional Files. It is available through the Comparative Location Database [22] .
Discussion
Given the large quantity of data incorporated, the firstgeneration integrated and virtual genome maps reported here will enhance significantly genome research in the tammar wallaby (a valuable model kangaroo species), and facilitate the assembly of the genome sequence of this species.
Whenever comparative data were required, we have been conservative in using wherever possible the genome of the most closely related sequenced marsupial. The tammar wallaby and the opossum diverged around 70 mya [11] , comparable with the divergence within eutheria, amongst which much use has been made of comparative information, e.g. dog and human [24] ; sheep and human [16] . The next-best choices are eutherians, which are more than twice as distant (diverging 150 mya) [9, 10] . These realities provide a strong justification for the present strategy of drawing comparative information from opossum in preference to eutherians.
In addition, the remarkable conservation of chromosome arrangement in marsupials makes this approach particularly appropriate for the tammar wallaby. Whereas the eutherian genome has been grossly rearranged in many lineages, there is very strong conservation of synteny between tammar wallaby and opossum [25] , even to the extent of whole chromosome arms being conserved [26] . When the integrated map was used to create the virtual genome map, the preferred strategy was, once again, to rely as much as possible on the tammar wallaby's nearest sequenced evolutionary neighbour, and then to turn to one of the most mature genome assemblies, namely human, only in the minority of cases where the opossum information was not sufficient.
Of course there will be errors in the order and relative location of loci, especially in the virtual genome map: the integration of data from conserved blocks of synteny means that the location of most tammar wallaby genes in the virtual genome map is predicted on the basis of their order in other species. However, as argued above, in using whenever possible comparative mapping data from opossum, we are, in effect, relying on better comparative . ENSMODG = opossum; ENSG = human b . 2 = high: linkage and/or FISH-mapped tammar wallaby markers; 1 = medium: not mapped in the tammar wallaby but occurs in a block whose orientation could be deduced from tammar wallaby FISH-mapping data; 0 = low: neither mapped in tammar wallaby nor has any tammar wallaby evidence supporting an order.
information then has been the basis of the utilisation of comparative mapping information within eutherians. Estimation of conserved-synteny blocks is not a simple process, and errors are certain to have been made, given the relative paucity of information available in the tammar wallaby. For the markers with the lowest confidence level, it is important to note that close-range locus order presented is just one of several equally likely possibilities.
As more sequence-level comparative data become available, these blocks will be better defined.
In principle, the overall aim of creating an integrated map is to combine together in a rational manner all available mapping information in the species of interest, without recourse to any information from other species. In the creation of the integrated map of sheep, for example [20] , comparative data were used only in the local repositioning of loci that had all been FISH-mapped to the same chromosomal band. As discussed by Liao et al. [20] , this did not compromise the essential integrity of the integrated map in reflecting all available sheep data: it simply provided a first estimate of the order of a set of loci that are known to be located within a particular band. In the case of the tammar wallaby, there was a lack of orthologues mapped with sufficient resolution in this species, which precluded the local ordering of loci that had been FISH-mapped to a particular band. The best solution, given the lack of resources to create a denser physical map, was to estimate evolutionary breakpoints in the tammar wallaby with respect to the opossum (wherever possible) and human assemblies. Whilst this provides an additional compromise to the integrity of the integrated map, this does not alter any mapping data gleaned from the wallaby alone. Therefore, in practice, it does not provide any additional compromise to the integrity of the wallaby-mapping data.
How does this first-generation virtual genome map compare with the resources used in genome assemblies in other species? The bovine genome sequence [27] was assembled onto a single RH map [28] . The opossum genome assembly [5] was assigned to chromosomes based primarily on FISH-mapping of BACs from scaffolds [29] , with support from the second of two linkage maps whose terminal markers had also been FISH-mapped [30] . Our tammar wallaby first-generation virtual genome map is more comprehensive than either of these strategies, since it is based on all available mapping information from the species itself, combined in a rational manner, supplemented by comparative mapping data. This integrated map is better and more useful than either of its components considered alone. Obviously it would be desirable to obtain more mapping information (both linkage and physical) for the tammar wallaby. As such data become available in the future, they will be used in the construction of secondgeneration integrated and virtual genome maps. In the meantime, the maps described in this paper are the best available at this time; they utilize all available information to create the most complete maps of the tammar wallaby chromosomes that can be produced at this time.
As pointed out by Lewin et al. [31] , "Every genome sequence needs a good map". Genome sequence itself is not sufficient to enable a chromosome assembly or construction of good comparative maps to reveal hidden evolutionary stories. Good genome maps (e.g. physical maps, RH maps, linkage maps) are a necessary complement to genome sequence. However, they are of limited use in isolation. What is needed is a means of integrating all available mapping data for a species into a single map. The first-generation integrated map reported in this paper achieves this aim for the tammar wallaby, and has enabled the creation of a first-generation virtual genome map for this species, combining the integrated map with comparative mapping data from species with more mature chromosome assemblies.
By combining the first-generation virtual genome map presented in this paper with the Ensembl annotation [13] of the initial (Meug_1.0) tammar wallaby assembly, it is now possible to construct the first draft chromosome assembly for the tammar wallaby. In their annotation process, Ensembl were able to create 10257 "gene-scaffolds" comprising two or more Meug_1.0 scaffolds. Of these, 7027 have one gene in common with the virtual genome map, and an additional 953 have more than one gene in common with the virtual map, giving a total of 7980 genescaffolds that can be incorporated into a chromosome assembly, based on the virtual genome map. Thus 78% of the Ensembl gene-scaffolds can be incorporated into a tammar wallaby chromosome assembly, and 9% of the gene-scaffolds can be orientated in this chromosome assembly.
In addition to the Ensembl gene-scaffolds, there are another 1175 Meug_1.0 scaffolds that have at least one gene in common with the virtual genome map, and 54 Meug_1.0 scaffolds that have multiple genes in common with the virtual genome map. The total size of gene-scaffolds and scaffolds that can be incorporated into a chromosome assembly is 533,684,520 bp, which is 22% of the estimated tammar wallaby genome size (2457 Mb). This chromosome assembly includes 10522 of the 15290 protein-coding genes identified in the Ensembl annotation. In other words, the virtual genome map enables the creation of a chromosome-based tammar wallaby genome assembly that includes a high proportion (69%) of protein-coding genes identified in the sequence data. This compares with the few gene-scaffolds whose location can be determined solely from the integrated map built almost exclusively from tammar wallaby mapping information: only 265 gene-scaffolds have one gene in common with the integrated map and three gene-scaffolds have more than one gene in common with the integrated map. Also the virtual genome map has been tested in the recent tammar wallaby genome sequence assembly attempt and has significantly enhanced the N50 of the assembly [32] .
Conclusions
Construction of a tammar wallaby first-generation integrated map has allowed prediction of the genomic content and organization of the wallaby genome via a first-generation virtual genome map, which will be useful as a resource for assembly of the wallaby genome sequence. Since marsupial chromosomes are highly conserved [25, 26, 33] , the results from this study, when combined with the opossum assembly, will inform studies on the genome of other marsupial species. In particular, the detailed breakpoints between opossum/human and tammar wallaby revealed in this study will be useful for studies of genome evolution in marsupials, construction of an ancestral marsupial karyotype, and comparisons with the genomes of eutherians, and with non-mammal vertebrates.
Methods

Estimating chromosome and genome size by flow cytometry
Tammar wallaby chromosome sizes were determined by bivariate flow karyotyping according to Trask et al. [34] , Boschman et al. [35] , Langford et al. [36] . Chromosome preparations of tammar wallaby and human were measured together and separately but sequentially with the same flow cytometry settings, allowing a direct comparison between the tammar wallaby chromosomes and the human chromosomes. Following the protocols described in the above reports, chromosomes were isolated from mitotic cells obtained by blocking with colcemid. The chromosomes were stained with Hoechst 33258 and chromomycin A3, which have a preferential binding to ATand GC-rich DNA, respectively. The "DNA-line" in the flow karyotypes was drawn from the origin through human chromosome 4. Each human and tammar wallaby chromosome peak was projected onto this line, and the distance from the origin to this projection was an estimate of the DNA content of that particular chromosome. The established human chromosome sizes (Ensembl) were used as references for the tammar wallaby chromosomes taking into account both conversion and offset. Tammar wallaby genome size was determined by adding up the chromosome sizes.
Breakpoint analysis: estimation of blocks of conserved synteny and evolutionary breakpoints between tammar wallaby, opossum and human For each of the 492 genes FISH-mapped in the tammar wallaby, the location of its orthologue in the opossum and human genomes was determined. Blocks of conserved synteny were identified. Genes that mark the end of each block were noted. These genes indicate evolutionary breakpoints. The size of each block of conserved synteny was estimated in opossum or, in the few cases where this was not possible, in human. For each tammar wallaby chromosome, the total size of all blocks of conserved synteny that comprise that chromosome was calculated. This total was then scaled to the estimated total size of the relevant tammar wallaby chromosome, creating a location (in kb) in tammar wallaby for each breakpoint.
Creation of input files and their use in creating the integrated map
An arm file and a band file were created for each chromosome. Each arm file comprises four columns: the first column identifies the chromosome arm (i.e. p or q), the second column is the arm size in Mb, then cM length in male and cM length in female. To combine the available linkage data with the maximum number of markers in the present context, the sex-pooled cM size of the arm was used in the last two columns. Each band file also has four columns, namely the band name (e.g. p1, q2), band size in Mb, band start location in Mb, and band end location in Mb.
A FISH-map file for each chromosome comprised three columns for each FISH-mapped locus, namely locus name, and then two fields indicating the ID of the band or bands to which that gene has been FISHmapped. If the gene had been FISH-mapped to just a single band, then the second and third columns both have the ID of that band. If the gene had been mapped to a region encompassing two or more bands, the second column contained the ID of the band at the left (p telomere side) end of that region, and the third column contained the ID of the band at the right (q telomere side) end of that region.
For each chromosome, a linkage-map file comprised three columns, namely locus name, male cM location and female cM location. Similar to the arm file, the sexpooled cM location of each locus was inserted in each of the second and third columns of the linkage-map file. The cM locations entered in the file are slightly different from those in the second-generation linkage map [22] , having been scaled to correspond to the full-coverage map lengths shown in Table 1 by adding an offset value to each marker location corresponding to the cM equivalent of the p-telomeric end of the chromosome not covered by the second-generation linkage map. To calculate this for each chromosome, we used the estimate of the size of the uncovered p-telomere end of the chromosome as a percentage of the size of the chromosome covered by the second-generation linkage map, as calculated for the second-generation linkage map (Wang et al, unpublished data) , where it is called m%. The offset value for a chromosome was then calculated by multiplying the m% by the length of the second-generation linkage map. The offset values for MEU1 to MEU7 were 12.21, 29.10, 7.33, 16.34, 3.60, 3.53 and 1.49 respectively. In addition to actual loci, the linkage-map file also contained rows for the p telomere, the q telomere and the centromere.
A breakpoints file was also created for each chromosome, comprising two columns, the first being breakpoint ID and the second being breakpoint location in kb (identified in the breakpoint analysis). These files also contained rows for both telomeres and the centromere.
A FISH-orthologue file was also created for each block of conserved synteny with either opossum (preferably) or human, as gleaned from Ensembl. These FISH-orthologue files enable the fine-tuning of the location of FISH-mapped markers that would otherwise remain located, via the LDB process, in the centre of their band (s). The three columns in each FISH-orthologue file were name of locus FISH-mapped in tammar wallaby, kb location of the orthologue of that locus in opossum/ human, and opossum/human chromosome name. To enable correct integration, each FISH-orthologue file also contained relevant breakpoints, the p telomere, the q telomere and the centromere.
The integrated map was built with LDB software and the above input files. This map creation process involved initial running of the LDB software, manual curation of the band definitions by minimally extending some band boundaries to include all FISH-mapped markers where these fell outside the LDB predicted band positions, and repeating this process until no further discrepancies existed between the predicted and FISH mapped band locations.
Creating the virtual genome map
The construction of the virtual genome map required the creation of one more type of input file, namely orthologue files. Orthologue files contain opossum or human orthologous locations for all mapped and unmapped genes in each conserved syntenic block. Prior to the construction of orthologue files, the list of loci in each conserved block was compared between opossum and human. For those blocks that were clearly visible in both species, a very small number of loci within those blocks had locations that were not consistent with the block. These so-called "orphans" were excluded from the blocks prior to creation of the orthologue files. An opossum or a human orthologue file was thus constructed for each block of conserved synteny. Each file comprised three columns, namely locus ID (in this case the Ensembl ID of the opossum or human locus), the bp location of that locus in opossum or human, and the opossum or human chromosome on which that locus resides. In addition, rows were inserted for the two telomeres, the centromere, and the breakpoints for that conserved block. 
